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LOCUS 

DEFINITION 

ACCESSION 

NID 

KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



06-NOV-1992 
coihplete cds . 



TITLE 



HUMLCPTP 2 691 bp mRNA PRI 

Human mRNA for protein-tyrosine phosphatase 
D11327 
g219901 

protein-tyrosine phosphatase. 

Human T cell, lambda-gtlO library, cDNA to mRNA. 
Homo sapiens 

Eukaryotae; mitochondrial eukaryotes; Metazoa; Chordata; 
Vertebrata; Mammalia; Eutheria; Primates; Catarrhini; Hominidae; 
Homo. 

1 (bases 1 to 2691) 
Adachi , T . , Sekiya , M . 
Imai,K. and Yachi,A. 
Molecular cloning and 



Isobe,M., Kumura,Y., Ogita,Z., Hinoda,Y. 



JOURNAL 



COMMENT 



FEATURES 

source 



gene 



chromosomal mapping of a human 
protein-tyrosine phosphatase LC-PTP 

Biochemical and Biophysical Research Communication 186, 1607-1615 
(1992) 

Submitted (22-MAY-1992 ) to DDBJ by: 
Masaaki Adachi 
Sapporo Medical College 
S1W16 Chuo-ku 
Sapporo 060 
Japan 

Phone: 011-611-2111 
Fax: 011-613-1141. 

Location/Qualifiers 
1. .2691 

/ organ i sm= " Homo s ap i ens " 
/db_xref = M taxon: 9606" 
/cell_type="T cell" 
/ c 1 one_l ib= " lambda-gt 1 0 
105. .1187 
/gene=" LC-PTP" 
105. .1187 
/gene= " LC-PTP" 
/codon_start=l 

/product^ "protein-tyrosine phosphatase" 
/db_xref ="PID:dl002425" 
/db_xref="PID:g219902" 

/translation^ "MVQAHGGRSRAQPLTLSLGAAMTQPPPEKTPAKKHVRLQERRGS 
NVALMLDVRSLGAVEPICSVNTPREVTLHFLRTAGHPLTRWALQRQPPSPKQLEEEFL 
KIPSNFVSPEDLDIPGHASKDRYKTILPNPQSRVCLGRAQSQEDGDYINANYIRGYDG 
KEKVYIATQGPMPNTVSDFWEMVWQEEVSLIVMLTQLREGKEKCVHYWPTEEETYGPF 
QIRIQDMKECPEYTVRQLTIQYQEERRSVKHILFSAWPDHQTPESAGPLLRLVAEVEE 
SPETAAHPGPIWHCSAGIGRTGCFIATRIGCQQLKARGEVDILGIVCQLRLDRGGMI 
QT DEQ YQFLHHTLiAL YAGQL PE E P S P " 
misc_feature 444.. 1172 

/gene= " LC-PTP" 

/note= " single catalytic domain" 
2667. .2672 
2691 

816 c 707 g 516 t 
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